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Edited organisms on long branches indicating engineered variation
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Genome sequencing, phylogenetics, and network analysis of
metadata on genomes can be used to understand the sources and
methods that produced the edited organisms. Phylogenetics can
be used to link edited organisms (red arrows) to their natural
sources to reveal evidence of the editing process. Edited
organisms have long branches in a phylogeny that illustrate the
guality and quantity of engineering.
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._ a crispr-based gene drive system targeting female reproduction in the malaria mosquito

A network of labs using
CRISPR/Cas9. Nodes represent
labs, experiments, and the
cloning vectors used. Edges
represent shared use of vectors
In various labs. Newly
discovered edited organisms will
be integrated Into this network to
attribute the newly discovered
edited organisms to researchers,
locations, and methods.
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Genomic modifications can leave residual
signatures in DNA. In this figure, B left ! Right
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that have occurred in an organism.

Bacillus subtilis (MMR-)
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Specific capabllities our
group Is seeking:
mathematical modelers,
structural biologists, and or
proteomics experts.
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